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Figure lA 



1 GTTGACTCATTGCTGTTGAACTTACTGTCAACAGCACTGTAACTCATGCCTGAGCCAAGC 60 

61 TTGTCTAACACGTATATTTTCTCTGTAAAGCACATCACAGCCTTTCTGCACTTAGGAACA 120 

121 TTAGACAGCACTTCAGCAGTACACTTGGGGGCCATTTTAAACAATTAAATCACTGATAGG 180 

181 CTCCGCTCCGCTCAGGGCGGCCCCAGACACGGGTTTCCCATGGCAGCACCACGGCACGCC 240 

241 CGGCGCACCTGCTGCCCCGAACCCCTGGCTCCAGGGGGCAATGAGGGGGCAGTGGAAGGG 300 

301 GCACTACTCCTCGGGCATTGCCTAGAGAAGCGAGACCGTCCCGCCCTCCCGCTGGCCCTC 360 

361 CTTCTCTCCCGCCCGGGGCCCGCGCAATTCTCCGCCAGAGGGACAGTCGGCCTCATATGT 420 



421 TAAGACCTCTGATCACTAGATCCCCTGCATCTCCACTGAACAACCAAGGCACCCCTACTC 480 
3 RPLITRSPASPLNNQGTPTP 22 



m ...... 

i;.^ 481 CGGCACAACTCACAAAATCCAATGCGCATGTCCACACTGATGTGGGCAGCCACATGTACA 540 

23 A Q L T K S N AHVHTDVGSHMYT 42 

:^ 

ijJ 541 CCAGCAGCCTGGCCACCCTCACCAAATACCCTGTATCCAGAATCAGAAGACTTTGTGATG 600 

:.:=J 43 SSLATLT KYPVSRIRRLCDG 62 

m ...... 

ry 601 GTACAGAGCCCATAGTTTTGGACAGTCTCAAACAGCACTATTTCACTGACAGAGATGGAC 660 

63 T EPIVLDS LKOHYFTDRDGn 82 

661 AGATGTTCAGATATATCTTGAATTTTCTACGAACATCCAAACTCCTCATTCTTGATGATT 720 

83 MFR YILNFLRTSKLLILDDF 102 

721 TCAAGGACTACACTTTGTTATATGAAGAGGCAAAATATTTTCAGCTTCAGCCCATGTTGT 780 

KDYTLLY EEAKYFOLOPMLL 122 

781 TGGAGATGGAAAGATGGAAGCAGGACAGAGAAACTGGTCGCTTTTCAAGGCCCTGTGAGT 840 

123 EMERWK ODRE TGRFSRPCEC 142 

841 GCCTTGTTTGTGTGGCCCCAGACCTCAGAGAAAGGATCACGCTAAGTGGTGACAAATCCT 900 

143 LVCVAPDLRERITLSGDKSL 162 

901 TGGTAGAAGAAGTGTTTCCAGAGATCGGCGATGTGATGTGCAACTTTATCAGTGCAGGCT 960 

163 VEEVFPEIGDVMCNFISAGW 182 
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Figxire IB 

961 GGAATCATGACTCCACGCACATCGTCAGGTTTCCACTAAGTGGCTACTGTCACCTCAACT 1020 

183 NHDSTHIVRFPLSGYCHLNS 202 

1021 CAGTCCAGGTCCTCGAGAGGTTGCAGCAAAGAGGATTTGAAATCGTGGGCTCCTGTAGGG 1080 

203 VQVLERLQQRGFEIVGSCRG 222 

1081 GAGGAGTGGGCTCATCCTAGTTCAGCAAATACGTCCTTCATAGGGAACTGAGGCGGATGC 1140 

223 G V G S S 227 

1141 CCTCCCGTACCCTCCATCATCTGGATAAAGCAAGAGCCTCTGGACTAAACGGACATATTT 1200 

1201 CTTATGCAAAAAGGAAAACACACACAACTAATAAACAAATAATAAAAAAGGGACATTTGT 1260 

1261 GTGCAGTTGGGACAGAAAACCAAGTCCTGCACCTAAAATTGAATAAAAGATGCATTTATA 1320 

...... 

1321 TGCAATAGAGACCACACCTGTATTCATATGGGAACAATTGGAATAGTTCACTCAAAAAAA 1380 

3 

'4 1381 AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 1418 

m 
a 

'4 
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Figure 2 
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Figure 3 
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Figure 4. 



Protein 


Genbank 
ID 


Identities 


Similarities 


Human membrane channel 
protein-2 


gi|Y70452 


90.7% 


92.5% 


Human Maxi-K potassium 
channel beta subunit 


gi|4758625 


32.0% 


32.0% 


Drosophila CG10440 protein 


gi 


7291303 


33.1% 


42.6% 


DrosophilaCG10465 protein 


gi 


17946205 


24.0% 


38.8% 
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